Pun1 gene is the one of candidate gene that responsible to determine pungency in Capsicum. In previous researches, 1 310 bp fragment of 1 671 bp Pun1 gene from Capsicum frutescens L. cv. Cakra Hijau had been isolated. The purpose of this research was to isolate of 3'-end fragment and get full length of Pun1 gene from C. frutescens L. cv. Cakra Hijau. DNA isolation was done using modified procedure. The method used to isolate the gene was PCR with a pair of primer, forward primer 5'-GAA-GGT-GGC-AGA-AGA-ATC-AG-3' and reverse primer 5'-TTG-TTG ACC-GTA-AAC-TTC-CG-3'. The result successfully to get 715 bp length DNA fragment. The assembly of this fragment into previous research produced a full length of 1 671 bp Pun1 gene from C. frutescens L. cv. Cakra Hijau consist of 738 bp first exon fragment, 348 bp intron fragment, and 585 bp second exon fragment.
Pun1 gene from C. frutescens L. that has published in gene bank is C. frutescens L.
cv. BG 2 814-6 with length of 3 757 bp and C. frutescens L. cv. Shuanla with length of 1 671 bp [9] . Based on previous researches, 1 310 bp fragment from 1 671 bp Pun1 gene C. frutescens L. cv. Cakra Hijau had been isolated. The purpose of this research was to isolate of 3'-end fragment and get full length of Pun1 gene from C. frutescens L. cv. Cakra Hijau.
Material and Method
The sample on this research used young leaves of C. frutescens L. cv. Cakra Hijau from BPTP Jatim, Karang Ploso, Malang, Indonesia. DNA isolation was done using DNA Plant Isolation Kit (Geneaid) protocol with modified procedure. Pun1 gene was amplified using PCR technique with a pair of primer that designed based on Pun1 gene sequences of C. frutescens L. cv. Shuanla [9] , forward primer 5'-GAA-GGT-GGC-AGA-AGA-ATC-AG- 
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∘ C for 1 min. PCR products were checked by electrophoresis process with completely agarose gel 1,5% for 30 min. DNA sequencing was done by DNA machine type ABI Prism 3 730 × 1 in First Base Laboratory, Malaysia. DNA sequence was analyzed using Bioedit, DNA Baser, BLAST, ClustalX, and Sixframe.
Results and Discussions
DNA amplification using forward primer (F5) and reverse primer (R6) successfully to obtained consensus 3'-end fragment sequence with 715 bp length (see Figure 1) . 
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